. MycN expression at E9-E11.5 (A) Representative in situ hybridisation images for MycN at E9.5 (n=3) reveal an enrichment for MycN expression in the PSM compartment, and in particular a strong rostral domain of expression below the level of the last somite (white arrowhead), similarly to cMyc. (B) Representative in situ hybridisation images of different embryo tails at E10.5 (n=5) MycN is highly expressed in the somites of the E10.5 embryo tails and in variable levels across the PSM. A strong band of mRNA expression was evident in some tails, below the level of the last somite (white arrowhead). C) Representative in situ hybridisation images of different embryo tails at E11.5 (n=4) days of development. MycN is highly expressed in the somites of the E11.5 embryo tails and in variable levels across the PSM. A strong band of mRNA expression was evident in some tails, below the level of the last somite (white arrowhead). Development: doi:10.1242/dev.161091: Supplementary information Development: doi:10.1242/dev.161091: Supplementary information 
. Wash out of JQ1 does not promote differentiation Representative in situ hybridisation images of CLE/cPSM explants that were treated with (bottom row) 10 μΜ JQ1 or (top row) equivalent DMSO volume for 10h and subsequently cultured for further 14h in plain culture medium. In that timeframe explants that were initially incubated with JQ1 do not upregulate expression of Paraxis (n=0/2 embryos) or Pax6 (n=0/3 embryos). Furthermore, they do not recover Fgf8 expression (n=0/7 embryos) but they do express Sox2 (n=4/4 embryos) at similar levels to their control counterparts. At this timeframe, JQ1 treated explants appear to be of a smaller size than the control DMSO explants. Scale bars are 100 μm. Development: doi:10.1242/dev.161091: Supplementary information Figure S3 . hNMP maintenance for 24h (A) Representative confocal images of in vitro generated hNMPs from H9 pluripotent stem cells, show co-localisation of Sox2/Brachyury positive cells on Day3 of the differentiation protocol. Scale bar is 100 μm. (B) qRTPCR expression analysis of Sox2 and Brachyury between Day3 and Day4 of the differentiation protocol shows that gene expression levels for these two genes remain unaltered in the 24h timeframe (data from two independent experiments, expression normalised to levels of PRT2 gene) Development: doi:10.1242/dev.161091: Supplementary information Figure S4 . Fgf8 but not Wnt3a is downregulated in conditional inducible cMyc KO embryos A) Representative in situ hybridisation images of (a) Control Wild type (n=5) and (b) cMyc KO embryos (n=5) where a reduction of cMyc expression in the tail region is evident. Tamoxifen was administered at E6.5 and E7.5 days of development.
(b) Representative staining by immunofluorescence for GFP labels the CLE cells where recombination and subsequent cMyc depletion has taken place (n=5 embryos). (B) Representative in situ hybridisation images for Fgf8 expression in control (a,a') and cMyc KO embryos (b,b') at E9.5 show a reduction in Fgf8 transcript levels specifically in the tail region (n=4 control and n=5 cMyc KO embryos) (C) Representative images of control (a,c,e) and cMyc KO (b,d,f) E9.5, E10.5 and E11.5 embryos labelled by in situ hybridisation for Wnt3a expression (a'-f' panels are higher magnification images of the area denominated with the white dotted rectangle on a-f). We find very mild downregulation of Wnt3a expression in 1 out of 2 E9.5 embryos, 2/5 E10.5 and no downregulation in 3/3 E11.5 embryos. Scale bars are 100 μm. Development: doi:10.1242/dev.161091: Supplementary information 
